Supplementary figure legend
. Intracellular distribution of DDHD2 in HEK293T cells was investigated.
HEK293T cells in a 24-well plate were transfected with 0.5 μg of the pcDNA3.1/V5-His vector containing WT and p.Val220Phe mutant DDHD2 using the FuGENE R HD transfection reagent (Roche Applied Science, Mannheim, Germany). Twenty four hours after transfection, cells were washed twice with ice-cold PBS, fixed for 20 min in 10% formalin/PBS, washed twice with PBS and permeabilized for 5 min with 0.1% Triton X-100/PBS. Double immunostaining using a rabbit polyclonal anti-V5 antibody (A190-120A, Bethyl Laboratories, Montgomery, TX) and a mouse monoclonal anti-GM130 (51-9001978, BD transduction laboratories, Franklin Lakes, NJ) were performed. A goat polyclonal anti-rabbit IgG conjugated to Alexa-488 (A-11008) and a goat polyclonal anti-mouse IgG conjugated to Alexa-546 (A-11030) were used as secondary antibodies (Molecular Probes, Eugene, OR), respectively. The anti-V5 antibody and the secondary antibodies were used at a 1:1000 dilution. The anti-GM130
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Only the SNVs, which were unregistered in dbSNP137 or registered as uncommon SNPs with minor allele frequency < 1%, and with the frequency < 1% in 575 "in house" Japanese control exome data are listed. More than two deleterious SNVs were detected only in TTN, that the defects are known to be the cause of cardiomyopathy. *: Allele frequency in "in house" 575 Japanese control exome data. 
